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FIG. 6 



•UV at 215 nm* from 2E10219905 TFPI Asp-N MAECM014 
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"UV at 215 nm" from 2E10219904 TFPI Asp-N PB5806 
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FIG. 7 



FIG. 8 



"UV at 215 nm" from 2E02030002 TFPI PC1058 Asp-N 
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"UV at 215 nm- from 2E09289903 TFPI tryp MAECM014 
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<UV at 215 nm" from 2E1 0209908 TFPI PB5806 trypsin 
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FIG. 10 



(a) Lot MAECM014 
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-UV at 215 nm" from 2E1 0209907 TFPI PB5806 trypsin 
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XIC of +Q1 SIM (4 Ions): from 1293.6 amu from 2E 10209907 TFPI PB5806 trypsin 

(b) SIM Chromatogram of Peptide T(88-108) 
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XIC of +Q1 SIM (4 ions): from 1285.6 amu from 2E10209907 TFPI PB5806 trypsin 



7.26e4 cps 



70000- 








60000- 

w 50000- 
& 

^ 40000- 


(c) SIM Chromatogram of Peptide T(88- 
108) with Norvaline Misincorporation 
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-> tac promoter 

BamHI SacII -35 region of -10 region of 
1 | promoter lac promoter 
GGATCC C GCGG TTCTGAAATGAGCTGTTGAC AATTAATC ATC GGC TC GT ATAATGTG TGG 
I + + + + + + 60 

£CTAQQQCQC£AAGACTTTACTCGACAACTGTTAATTAGTAGCCGAGCATATTACACACC 
->Transcription start site 

Bglll 

lac operator | glO-L fragment 
AATTGTGAGCGGATAACAATT TCACACAGATCTGGGCCCTTCGAAATTAATACGACTCAC 
61 + + + + + + 120 

TT AAC AC TC GC C T ATTGTT AAAGTGTG3IC11&GAC C C GGG AAGCTTT AATT ATGCTG AGTG 

Xbal Shine- 
| Dalgarno 
TATAGGGAGAC C AC AACGGTTTC CC TCTAGAA ATAATTTTGTTTAAC TTT AAGAAGGAG A 

121 + + + + + + 180 

AT ATC C C TC TGGTGTTGCC AAAGGG AQMIC3JTT ATT AAAAC AAATTG AAATTCTTC CTC T 

NCOI 

| -> Met-Ala-TFPI gene N terminus 
TATATC£ATSSCTGATTCTGAAGAAGATGAAGAACATACTATTATCACTGATACTGAACT 

181 + +-- + + + + 240 

ATAT AS£T^C£GACTAAGACTTCTTCTACTTC TTGTATGATAATAGTGAC TATGACTTGA 

MetAlaAspSerGluGluAspGluGluHisThrllelleThrAspThrGluLeu - 



Nsil 

| T T A T 

GC C ACC GC TGAAAC TGAT££ATTC ATTTTGTGC ATTC AAGGCGGAC GAC GGCC C GTGC AA 

241 + + + + + + 300 

C GGTGGC GACTTTGACTAQSTAAGTAAAAC ACGTAAGTTC CGCC TGCTGC C GGGC ACGTT 

ProProLeuLysLeuMetHisSerPheCysAlaPheLysAlaAspAspGlyProCysLys - 

A AA A T T T A 

AGCCATCATGAAGCGCTTCTTCTTCAACATCTTCACTCGTCAGTGCGAAGAATTTATATA 

301 + + + + + + 360 

TCGGTAGTAC TTC GCGAAGAAGAAGTTGTAGAAGTGAGC AGTC ACGC TTCTTAAATATAT 

AlalleMetLysArgPhePhePheAsnllePheThrArgGlnCysGluGluPhelleTyr - 
39 



Clal 

| AAGT G G A A 
TGGGGGATGTGAAGGAAATCAGAMCSMITTGAGTCCCTCGAAGAATGCAAGAAGATGTG 
361 + + + + + + 420 

ACCCCCTACACTTCCTTTAGTCTIMaCE^AACTCAGGGAGCTTCTTACGTTCTTCTACAC 

GlyGlyCysGluGlyAsnGlnAsnArgPheGluSerLeuGluGluCysLysLysMetCys - 

75 

T AA A T T 

CACCCGCGACAACGCAAACAGGATTATAAAGACAACATTGCAACAAGAAAAGCCAGATTT 

421 + + + + + + 480 

GTGGGCGCTGTTGCGTTTGTCCTAATATTTCTGTTGTAACGTTGTTCTTTTCGGTCTAAA 

ThrArgAspAsnAlaAsnArgllelleLysThrThrLeuGlnGlnGluLysProAspPhe - 



CTGCTTTTTGGAAGAAGATCCTGGAATATGTCGAGGTTATATTACCAGGTATTTTTATAA 

481 + + + + + + 540 

GAC GAAAAAC CTTC TTC TAGGACCTTATAC AGCTCC AATATAATGGTC C ATAAAAATATT 

CysPheLeuGluGluAspProGlylleCysArgGlyTyrlleThrArgTyrPheTyrAsn - 



CAATCAGACAAAACAGTGTGAACGTTTCAAGTATGGTGGATGCCTGGGCAATATGAACAA 

541 + + + + + + 600 

GTTAGTC TGTTTTGTC AC ACTTGC AAAGTTC ATACC ACCTAC GGACC C GTTATAC TTGT r f 

AsnGlnThrLysGlnCysGluArgPheLysTyrGlyGlyCysLeuGlyAsnMetAsnAsn - 



TTTTGAGACACTGGAAGAATGCAAGAACATTTGTGAAGATGGTCCGAATGGTTTCCAGGT 

601 + + + + + + 660 

AAAACTCTGTGACCTTCTTACGTTCTTGTAAACACTTCTACCAGGCTTACCAAAGGTCCA 

PheGluThrLeuGluGluCysLysAsnlleCysGluAspGlyProAsnGlyPheGlnVal - 



GGATAATTATGGAACCCAGCTCAATGCTGTGAATAACTCCCTGACTCCGCAATCAACCAA 

661 + + + + + + 720 

CCTATTAATAC C TTGGGTCGAGTTAC GAC ACTTATTGAGGGAC TGAGGCGTTAGTTGGTT 

AspAsnTyrGlyThrGlnLe\iAsnAlaValAsnAsnSerLeuThrProGlnSerThrLys - 



GGTTCCCAGCCTTTTTGAATTTCACGGTCCCTCATGGTGTCTCACTCCAGCAGACAGAGG 

721 + + + + + + 780 

C C AAGGGTC GGAAAAAC TTAAAGTGCC AGGGAGTAC C AC AGAGTGAGGTC GTCTGTCTC C 

ValProSerLeuPheGluPheHisGlyProSerTrpCysLeuThrProAlaAspArgGly - 

ATTGTGTCGTGCCAATGAGAACAGATTCTACTACAATTCAGTCATTGGGAAATGCCGCCC 

781 + + + + + + 840 

TAAC AC AGC ACGGTTACTCTTGTCTAAGATGATGTTAAGTC AGTAACC CTTTAC GGC GGG 



LeuCysArgAlaAsnGluAsnArgPheTyrTyrAsnSerVallleGlyLysCysArgPro 



ATTTAAGTACAGTGGATGTGGGGGAAATGAAAACAATTTTACTTCCAAACAAGAATGTCT 

841 + + + + + + 900 

TAAATTCATGTCACCTACACCCCCTTTACTTTTGTTAAAATGAAGGTTTGTTCTTACAGA 



PheLysTyrSerGlyCysGlyGlyAsnGluAsnAsnPheThrSerLysGlnGluCysLeu - 

GAGGGCATGTAAAAAAGGTTTCATCCAAAGAATATCAAAAGGAGGCCTAATTAAAACCAA 

901 + + + + + + 960 

CTCCCGTACATTTTTTCCAAAGTAGGTTTCTTATAGTTTTCCTCCGGATTAATTTTGGTT 

ArgAlaCysLysLysGlyPhelleGlnArglleSerLysGlyGlyLeuIleLysThrLys - 

C terminus of Ala-TFPI coding sequence 
AAGAAAAAGAAAGAAGCAGAGAGTGAAAATAGCATATGAAGAAATTTTTGTTAAAAATAT 

961 + + + +. + + 1020 

TTCTTTTTCTTTCTTCGTCTCTCACTTTTATCGTATACTTCTTTAAAAACAATTTTTATA 

ArgLysArgLysLysGlnArgValLysIleAlaTyrGluGluIlePheValLysAsnMet 

Stop Hindi II 
TGA^' AAGCTT (in pMON6655) 
Translation Termination 

Hindlll Clal EcoRI EcoRV P22 term delta 

II II 

GTAATA AAAGCTTATCGAT GATAAGCTGTCAAACATG AGAATTCGATATC AACGCAACGA 

1021 + + + + + + 1080 

C ATTAT TTTCGAATAGC T ACTATTCGAC AGTTTGTAC TCTTAAGC TATAG TTGCGTTGCT 

EndEnd 

EcoRV EcoRI 
I I 

CCCAGCCGAAGCTGGGTCGTTGCGT TGATATCGAATTC 

1081 + + + 1118 

GGGTCGGCTTCGACCCAGCAACGCA ACTATAGCTTAAG 



